We isolated Rhodothermus marinus strains AA2-13 and AA3-38 from Arima Onsen, a hot spring in Japan, and sequenced their genomes. The average nucleotide identity between their genomes was 99.2%, and that with the genome of R. marinus strain DSM 4252 T (isolated from Iceland) was ϳ95.2%, suggesting close relationships among these strains.
R9.41 flow cell (ONT) for 12 h. Base calling was conducted using Guppy v.3.0.3 to generate 140,887 reads (2.09 Gb) and 467,442 reads (2.87 Gb), with average lengths of 14,800 bases (longest read, 269,105 bases; N 50 , 37,152 bases) and 6,143 bases (longest read, 156,140 bases; N 50 , 20,011 bases) for AA2-13 and AA3-38, respectively. The raw read data were filtered (average Phred quality values, Ͼ8.0) using NanoFilt v.2.3.0 (11) .
The hybrid assembly of long-and short-read data was conducted using Unicycler v.0.4.4 (12), followed by final polishing with Pilon v.1.23 (13) . For both strains, a single circular chromosome was generated. Unlike in DSM 4252 T , no plasmids were found in AA2-13 or AA3-38. Automated annotation was performed using DFAST v.1.1.0 (14) . The features of the genomes are presented in Table 1 . Average nucleotide identity (ANI) analysis was carried out using the Web-based OrthoANIu calculator (15) , which revealed that the genome sequences of AA2-13 and AA3-38 were nearly identical (99.2% ANI), with no large gaps or rearrangements. As of 28 November 2019, two complete genome sequences had been determined for R. marinus (strains DSM 4252 T [GenBank accession number NC_013501.1] and SG0.5JP17-172 [GenBank accession number NC_015966.1]). Despite the distant habitats, strains AA2-13 and AA3-38 showed gene arrangements similar to that of strain DSM 4252 T , with ANIs of ϳ95.2%, suggesting close relationships among these strains.
Data availability. The GenBank accession numbers for the complete genome sequences of R. marinus strains AA2-13 and AA3-38 are AP019796 and AP019797, respectively ( Table 1) . Raw sequencing data were deposited in the DDBJ Sequence Read Archive under accession number DRA008620 (GenBank BioProject number PRJDB8496 and BioSample accession numbers SAMD00177810 [strain AA2-13] and SAMD00177811 [strain AA3-38]). 
